18 h. Hybridized probes were recovered with the NanoString Prep Station and immediately evaluated with the NanoString nCounter. The resulting count for each gene was subtracted by counts of negative spikes for background correction and then normalized using the sum of all corrected counts for all genes in the codeset. Fold changes of normalized counts in C59 treated versus untreated control embryos is shown for genes with counts >200, corresponding to approximately 100 transcripts. Experiments were performed on 3 independent embryonic batches. Probe sequences and accession numbers for the genes included in the codeset are as same as previously reported (1) . 
Quality Consensus + * * * * * * * * 7 5 9 3 6 4 7 4 5 4 * 9 * * * 8 * + * * 6 9 6 * * * 4 3 8 6 7 * 4 3 9 * 7 4 Supplemental Figure 11 . Expression matrix for candidate wnt activators in the vegetal lineages. Expression matrix for the five early expressed wnt genes is shown as in Fig.1 , and below for comparison, similar expression matrixes are shown for candidate endomesodermal regulatory genes which were tested as candidate drivers of the wnt genes.
Supplemental Figure 12 . Roles of Hox11/13b and Eve in the control of wnt gene expression. Expression levels of wnt genes were analyzed by qPCR at 24h in embryos injected with morpholinos blocking expression of Hox11/13b or Eve, or with randomized control morpholinos. Results are shown as ratios (log2) of expression levels of wnt genes in embryos injected with gene-specific morpholinos versus control morpholinos. Results of three independent experiments are shown, with symbolism as in Fig. 2 .
Supplemental Figure 13 . Lack of effect of foxa, brachyury, blimp1b, and gatae morpholinos on transcript levels of the five early expressed wnt genes. QPCR data are shown, symbolism as in Fig.2 of text.
Supplemental Tables   Table S1. Complete list of genes examined by nCounter and their fold-change upon inhibition of Wnt signaling by C59 treatment. Gene counts between samples are normalized by total reads and are corrected for background using negative spikes. Only gene counts that are great than 200 after normalization and correction are thus calculated for fold changes. Numbers shown are average of three independent experiment. Genes 12h 15h 18h 21h 24h Genes 12h 15h 18h 21h 24h 
